The Ixodes ricinus complex is composed of 14 species distributed worldwide. Some five genes considered here showed a low genetic variability (1.6-5%). Our results based 37 on both statistical parsimony (applied to the COI+COII+cytb+12S+CR data set, for a total 38 of 3423 bp) and maximum parsimony (applied to the COI+COII+cytb+12S data set, for a 39 total of 2980 bp) did not provide any evidence for a correlation between the identified 40 haplotypes and their geographic origin. Thus, the European I. ricinus s.s. ticks do not 41 seem to show any phylogeography structure.
Introduction

52
Ticks are obligate hematophagous arthropods parasitizing all vertebrate classes. ehrlichiosis, and babesiosis.
60
In Europe, the species I. ricinus sensu stricto plays a central role as a vector of the 61 agents of the above-mentioned pathologies. I. ricinus ticks may feed on several host 62 species, particularly birds and mammals, including humans.
63
Whereas phylogenetic relationships between the members of the I. ricinus complex
64
have been analysed in the past (Caporale et al., 1995; Xu et al., 2003) appropriate for distinguishing populations within a species (Caporale et al., 1995; Xu et al., 74 2003). This is particularly the case with the Control Region, which appears to be subject to 75 very weak selective constraints and evolves quite rapidly (Li, 1997) . Its variability has 76 made this DNA region successful for relationship studies below the species level both in A c c e p t e d M a n u s c r i p t 4 vertebrates and insects (Taylor et al., 1993; Simon C., 1994 Simon et al. (1994) for the cytb, COI and COII regions (Simon C., 1994) .
114
Amplification and sequencing primers are reported in Table 2 , Fig. 3a and Fig. 3b . A c c e p t e d M a n u s c r i p t 9 ( Fig. 1) and most of the samples were grouped in a "bush" (Fig. 2) Utah (Kain et al., 1999) , and on the west coast, which were not affected by the ice, with 266 the consequent independent evolution of the enclaves (Hewitt, 1996) . In contrast, the vectors, are the key to Lyme borreliosis spirochetes diversity.
277
In conclusion, our study provided the first attempt to unravel the genetic variability at 
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